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Supplementary Table S1
The phylogeny and relative abundance of the 20 key OTUs altered in the PBS negative control (no prebiotic) fermentations over time. Samples of "Pre0" and "Nc0",  representing the baseline samples in prebiotic and negative control groups respectively, were constrained into the "Baseline" group in redundancy analysis, whereas "Nc6", "Nc24" and "Nc72" were constrained into the "after" fermentation group. In addition, the 0, 6, 24 and 72 hours time points were constrained into the nominal variables as well. The abundance is marked with the color of the colorbar from blue to white then to red. "Fitness in Axis 1" represents the percentage of the variability in their values explained by the first axis. representing the baseline samples in prebiotic and negative control groups respectively, were constrained into the "Baseline" group in redundancy analysis, whereas "Nc6", "Nc24" and "Nc72"
were constrained into the "after" fermentation group. In addition, the 0, 6, 24 and 72 hours time points were constrained into the nominal variables as well. The phylogeny and relative abundance of the 39 key OTUs increased or decreased in the BCM system after fermentation with addition of the prebiotic over time. Groups of "Pre" and "Nc", representing samples from the prebiotic and negative control cultures respectively, were constrained into paired groups as the non-nominal variables in redundancy analysis, and the 0, 6, 24 and 72 hours time points were constrained into the nominal variables. The abundance is marked with the color of the colorbar from blue to white then to red. "Fitness in Axis 1 
